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 ABSTRACT  
Introduction : Non alcoholic steatohepatitis  (NASH) is a subset spectrum of  NAFLD that 

can progress toward cirrhosis. Tumor necrosis factor- α (TNF- α) polymorphism play a significant 
role in liver inflammation and Insulin resistance its pathophysiological hallmark. The 
association between TNF- α (-238 and -308) polymorphism) and the severity of NAFLD was 
evaluated. Method: A total of 155 subjects (80 NAFLD cases and 75 controls) were included. 
Liver biopsy was performed for evaluated severity of NAFLD based on NAFLD Activity Score-
CRN in all cases. Controls subjects defined was not any liver disease by ultrasound. Plasma 
TNF– α was measured in all subjects. Polymorphism of` TNF- α promoter gene -308 and -238 
were identified using PCR-RFLP confirmed with direct sequencing.  Results: Liver biopsy 
established the diagnosis of NASH in 29 cases. There was no association between the incidence 
of NAFLD with TNF- α polymorphism at the TNF– α -308 or the -238 (p>0.05). The prevalence 
ratio of TNF– α polymorphism -238 was significantly higher for subject with NASH (p< 0.02). 
There was no different prevalence ratio for TNF– α polymorphism -308 (p>0,05). We found novel 
polymorphism of TNF- α -245 T/C in a subject with possible NASH, high plasma TNF- α level 
(20.27 pg/cc) and very high value of Homeostasis Model of Assessment - Insulin Resistance 
HOMA-IR (22.73).  Conclusion : Polymorphism TNF- α -238 is likely to be a risk factor for 
NASH in Indonesia. The identification of new possible polymorphism of TNF- α -245 requires 
further study in more samples. 
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INTRODUCTION 
Non Alcoholic Steatohepatitis (NASH) is the 

most severe form of Non Alcoholic Fatty Liver 
Disease (NAFLD). NASH is clinically a 
manifestation of chronic liver disease frequently  
occur in industrial countries and its rate has been 
increasing in developing countries (1). Recent 
epidemiology study (2010) in Asia, Europe, 
Middle East, North and South  America stated the 
prevalence of NAFLD ranging from 6-35% with 
median 20%(2). Hasan Irsan reported that NAFLD 
was found in 30% of the population in Jakarta 
based on abdominal ultrasound (3).  

Tumor Necrosis Factor (TNF)-α polymorphism 
has been reported to have effect on the 

susceptibility of several liver diseases including 
NASH and more scientific proof showed the 
involvement of TNF-α in the pathogenesis and 
progression of liver disease caused by many 
etiologies (4, 5). Data from several clinical and 
experimental studies revealed TNF-α played roles 
not only in early stage of fatty liver disease but 
also in transition process to more advanced liver 
damage. The role of TNF-α in NAFLD is a 
crossroad of pathogenic pathway. Major 
difference between patients with simple steatosis 
and NASH is that serum level of TNF-α  is found 
higher in NASH even though the result did not 
always reach statistical significance (6).      

Two polymorphisms in TNF-α gene promoter 
have been identified: at position 308 (TNF2 allele) 
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and at position 238 (allele TNFA). Studies on the 
allele TNF-α proved the increased formation and 
expression of these cytokines compared to the 
wild type (TNF-1), although the reported data of 
TNF- α allele was conflicting, but many 
researchers believed that TNF- α allele increases 
the release of this cytokine (7). 

Luca Valenti (2002) in his research revealed 
genes that influence the effect of TNF-α , that is 
polymorphism in gene promoter -238 that 
correlates well with alcoholic steatohepatitis or 
NASH(4). Katsutoshi T (2007) reported that 
serum level of TNF-α was higher in NASH 
patients than that of steatosis and normal 
patients. There was no significant deviation in the 
analysis of TNF-α gene polymorphism between all 
groups. The number of gene promoter -1031C and 
-863A in patients with NASH was higher than 
that of simple steatosis group. Multivariate 
analysis has proven that polymorphism is an 
independent factor which differentiate NASH 
from from simple steatosis. It was concluded that 
TNF-α  polymorphism influences TNF-α  
production and correlates with the progression of 
NAFLD (8). However, data from several studies 
were conflicting that further study is needed to 
confirm its correlation.  

 
MATERIAL AND METHODS 

A case-control study held in outpatient clinic of 
dr. Kariadi General Hospital Semarang on 
January 2009 – December 2011.  

Inclusion criteria for case group includes: aged 
> 14 years old having metabolic syndrome 
components and proven to have NAFLD based on 
abdominal ultrasound. Subjects will be excluded 
if known to have hepatitis A, B, C virus infection 
(AST and ALT > 5 times higher than normal with 
positive IgM anti HAV or positive HBsAg or 
positive anti HCV); autoimmune hepatitis 
(positive ANA test); alcoholic hepatitis; history of 
alcohol consumption (> 30 gr/ day for male and > 

20 gr/day fpr female); history of taking drugs 
causing fatty liver (glucocorticoid, estrogen, 
tamoxifen, amiodarone, metothrexate, valproate, 
diltiazem).  

Inclusion criteria for control group includes no 
history, and clinical symptoms of liver disease 
(with normal AST and ALT, negative HbsAg, 
negative anti HCV) and no liver abnormality 
found on abdominal ultrasound. Subjects will 
excluded if known to have liver disease by 
anamnesis, physical examination and laboratory 
findings; hepatitis virus infection (A,B,C); 
autoimmune hepatitits, alcoholic hepatitis; 
history of alcohol consumption; and history of 
taking drugs causing fatty liver.  

All subjects underwent these following physical 
and laboratory examinations: blood pressure, 
body weight, height, body mass index, waist 
circumference, liver enzymes (AST, ALT), lipid 
profile (HDL, total cholesterole, triglyceride) and 
fasting blood glucose. Serum level of TNF-α was 
tested in all subjects of case and control groups. 
Liver biopsy was performed only in NAFLD 
subjects for classification of severity by Kleiner et 
al; NASH Clinical research network scoring 
system (NAFLD activity score =NAS). NASH was 
defined if NAS > 5, Possible NASH if NAS 3-4 and 
Simple steatosis if NAS < 3 consecutively. TNF-α 
polymorphism in gene promoter -238 and -308 
was tested using Polymerase Chain Reaction- 
Restriction Fragment Length Polymorphism 
(PCR-RFLP) and confirmed by direct sequencing.   

 
RESULTS 

Basic Characteristics 
During study period, 150 subjects were enrolled 

and divided into 2 groups. Case group (n=75) 
consisted of NAFLD patients and control group 
(n=75) consisted of healthy subejcts without fatty 
liver. The clinical characteristics of all subjects in 
both groups are shown in table 1. 
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Table 1. Clinical characteristics, serum level of TNF-α and gene promoter polymorphism 
of subjects in case and control group 

Characteristic 
Group 

p 
Case (n=75) Control (n=75) 

Sex α   

< 0,100* 

Male 45 (55,6%) 36 (44,4%) 

- Female 30 (43,5%) 39 (56,5%) 

Age (year)£ 44,7 ±10,28  
(23,0 - 74,0) 

44,3 ± 9,98 
(20,0 - 72,0) < 0,800§ 

Male age (year)£ 42,6 ±10,36 
(25,0 - 74,0) 

42,0 ± 11,04  
(20,0 - 72,0)  < 0,800§ 

Female age (year)£ 48,0 ± 9,42 
(25,0 74,0) 

46,5 ± 8,47  
(26,0 - 63,0)  < 0,500§ 

Body weight (kg)$ 77,0 (54,0 - 115,0)  56,0 (41,0 - 74,0)  < 0,001¶ 

Height (cm)£ 162,1±8,37  
(140 – 178) 

161,1±6,31 
(147,0 - 179,0) < 0,400§ 

Body mass index $ 29,0  (22,0 -  47,4) 22,5 (17,3 - 27,5) < 0,001¶ 

Waist circumference (cm)$ 

TNF-α  (pg/ml) $ 

TNF-α (pg/ml) >3,645 
                          �3,645 
TNF-α gene promoter 
polymorphism 
Region-238 
             G/G 
             A/G 
             A/A 
         Frequency alel A (%) 
Region-308 
             G/G 
             A/G 
             A/A 
         Frequency alele A(%) 

99,0  (77,0 - 134,0) 
7,98 (0,00-332,56) 

58 (76,3%) 
17 (23,0%) 

 
 
 

72(96,0%) 
3 (4,0%) 
0 (0,0%) 

2,0 
 

74(98,7%) 
1(1,3%) 
0(0,0) 

0,7 

80,0  (64,0 - 98,0) 
2,24 (0,04-77,65) 

18 (23,7%) 
57 (77,0%) 

 
 
 

73 (97,3%) 
2 (2,7%) 
0 (0,0%) 

1,3 
 

72(96,0%)                    
3(4,0%) 
0(0,0) 

2 

< 0,001¶ 

<0,001¶ 

 

<0,001* 

 

 
 

 

 

 

0,700� 

 

 
    0,600� 

£ Mean ± standard deviation (minimum-maximum); $ Median (minimum – maximum) 
*x2 test; §Independent t-test; ¶Mann-Whitney test, zFisher-exact test, Frequency of alele 

A=(frequency of alele A/total alele) x 100% 

Serum level of TNF-α 
Serum level of TNF-α of subjects in case and 

control groups is shown in table 1.  The result 

shows that mean serum level of TNF- α in case 
group was significantly higher than that of control 
group (p<0,001).   
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Cut-off level of TNF- α to diagnose NAFLD 

The result of receiver operating characteristics 
(ROC) analysis for TNF- α to determine the 
incidence of NAFLD. Area under the ROC curve 
of serum level of TNF- α to determine the 
incidence of NAFLD was 0,80 (95% CI=0,73 s/d 
0,87) and it was statistically significant (p<0,001). 
ROC analysis also demonstrated cutoff point for 
serum level of TNF- α to determine the incidence 
of NAFLD was 3,645 ng/ml. Based on the cutoff 
point, further analysis was done. The subjects 
with serum level of TNF- α > 3,645 pg/ml were in 
the case group (76,3%), and on the opposite, 
subjects with TNF- α < 3,645 pg/ml were mostly 
in the control group (77%). Statistical analysis 
confirmed that the significant correlation between 

serum level of TNF- α and the incidence of 
NAFLD.  
 
TNF- α gene promoter 238 dan -308 
polymorphism in NAFLD 
The results of PCR-RFLP investigating TNF-α 
gene promoter -308 G/A and -238 G/A 
polymorphism are visulized in figure 1a and Ib 
 
Results of liver biopsy. 
Liver biopsy is a gold standard for the diagnosis 
of NAFLD severity. Most of the subjects in this 
case group of severity were included in the 
Possible NASH in 38 subjects (50.67%), then 
NASH in 29 subjects (38.67%) and at least the 
Simple Steatosis in 8 subjects (10.67 %). 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 

Figure 1b . Agarose gel visualization for TNF-α gene promoter -238 
(PCR-RFLP) polymorphism 
Showing agarose gel as the result of PCR-RFLP  TNF-α regio promoter -238 polymorphism. Size of 
product after RFLwas 77 bp, 63 bp, 49 bp and 21 bp for -238 G/A polymorphism. Size of wildtype -
238 G/G was 77, 70, 63, dan 49 bp. Product sized 70 bp  and 21 bp  were not visualized on agarose 
gel. No allele 2 (-238 A/A) was found 

M G/A G/G 

100 bp 

77 bp 

63 bp 

49 bp 

Figure 1b . Agarose gel visualization for TNF-α gene promoter -238 (PCR-
RFLP) polymorphism 
Showing agarose gel as the result of PCR-RFLP  TNF-α regio promoter -238 polymorphism. Size of 
product after RFLwas 77 bp, 63 bp, 49 bp and 21 bp for -238 G/A polymorphism. Size of wildtype -238 
G/G was 77, 70, 63, dan 49 bp. Product sized 70 bp  and 21 bp  were not visualized on agarose gel. No 
allele 2 (-238 A/A) was found 
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TNF- α gene promoter -238 and -308 
polymorphisms 

TNF- α polymorphism test using PCR-RFLP 
method was confirmed by direct sequencing due 
to very little polymorphism found by the PCR-
RFLP in Indonesian population, or there was 
possibly other kind of univestigated 
polymorphism. Distribution of TNF- α 
polymorphism located in gene promoter -238 and 
-308 is listed in table 1. In table 1, the genotype of 
TNF- α promoter -238 mostly seen in both case 
and control group was G/G. TNF- α -gene 238A/G 
polymorphism was found in 5 subjects (3 in case 
group and 2 in control group). TNF- α   -gene 
238A/A polymorphism was not found. The 
frequency of allele A TNF- α -gene 238 
polymorphism in case group was higher than that 
of control group. Statistical analysis shows no 
significant difference in the incidence of TNF- α -
gene 238A/G polymorphism between case and 
control group (p=0,7).  

In table1, the genotype of TNF- α promoter -308 
mostly seen in both case and control groups was 
G/G. TNF- α -gene 308A/G polymorphism was 
found in 4 subjects (1 in case group and 3 in 
control group). Uncommon allel in control group 
was found more frequent in control group 
compared to case group (typical for Javanese-
Indonesian population). TNF- α   -gene 308A/A 
polymorphism was not found. The frequency of 
allele A TNF- α -gene 308 polymorphism in control 
group was higher than that of case group. 
Statistical analysis shows no significant 
difference in the incidence of TNF- α -gene 308A/G 
polymorphism between case and control group 
(p=0,6).  
 
Serum level of TNF- α based on TNF- α - gene 
238 and -308 polymorphisms 
Table 2 below shows serum level of TNF- α based 
on TNF- α - gene 238 and -308 polymorphisms.

 

 
Table 2. Serum level TNF- α based on genotype of TNF- α -238 and 308 

Promoter region 
Allel  TNF- α 

p¶ 
GG AG 

- TNF- α -238 3,56 (0,00 - 332,56) 22,42 (3,56 - 107,87) 0,020 

- TNF- α -308 3,89 (0,00 - 332,56) 2,36 (1,51 - 31,93) 0,600 

 
$ Median (minimum – maximum) 
¶ Mann-Whitney test 

 
Data on table 2 shows that serum level of TNF- 

α in subjects with TNF- α gene -238A/G 
polymorphism (n=5) has higher level of TNF- α 
than that of without polymorphism (n=145) with 
significant difference (p=0,02). Serum level of 
TNF- α in subjects without TNF- α gene -308 
polymorphism (n=146) has higher level of TNF- α 
than that of with TNF- α -308A/G polymorphism 
(n=4) but the difference was not statistically 
significant (p=0,6).  

 

Distribution of TNF- α gene promoter -238 
and -308 polymorphisms  
TNF- α -gene 238 polymorphisms was found in 5 
subjects (3 NASH and 2 central obesity (-)). There 
was no difference in TNF- α -gene 238 
polymorphisms between groups (p = 0,1). TNF- α 
-gene 308 polymorphisms was found in 4 subjects 
(1 NASH, 2 central obesity (+), 1 central obesity (-
)). There was no difference in TNF-α -gene 308 
polymorphisms between groups (p = 0,1). DNA 
sequencing of TNF- α gene -308 G/A, -238 G/A, -
245 T/C and wild type is picturized in figure 2. 
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Figure 2. DNA sequencing chromatogram of gene polymorphism and wild type of TNF-α -308, -238, and -245 

 
As seen in figure 2, sequencing chromatogram 

shows the presence of polymorphism (red band) 
(overlapping band/ heterozygote) in TNF- α –gene 
promoter -308 G/A (a), TNF- α -gene promoter -

238 G/A (c), and TNF- α -gene promoter -245 C/T 
(e). Figure b,d and f consecutively are the wild 
type of TNF- α -gene promoter -308, -238 dan -245. 
 

 
Table 3. Risk factor of NAFLD 

Risk factor  

Group 
Odd Ratio (95% 

confidence interval) p* Case 
n=75 
n (%) 

Control 
n=75 
n (%) 

TNF- α (pg/mL)     

- > 3,645 58 (76,3%) 18 (23,7%) 10,8 (5,1 s/d 23,0) < 0,001 

- α 3,645  17 (23,0%) 57 (77,0%)   

TNF- α -gene 238A/G 
Polymorphism 

  
  

- Present 3 (60%) 2 (40,0%) 1,5 (0,2 s/d 9,4) 0,700 

- Absent 72 (49,7%) 73 (50,3%)   

TNF- α -gene 308A/G 
Polymorphism 

  
  

- Present 1 (25,0%) 3 (75,0%) 0,3 (0,03 s/d 3,2) 0,600 

- Absent 74 (50,7%) 72 (49,3%)   

* α 2 test 

a) -308 G/A 
Polymorphism  

c) -238 G/A 
Polymorphism 

e) -245 C/T 
polymorphism 

b) -308 wildtype 

d) -238 wildtype 

f) -245 wildtype 
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TNF-α and TNF-α gene polymorphism as 
risk factor of NAFLD 

Analysis of TNF-α level TNF-α gene 
polymorphism as risk factor of NAFLD can be 
seen in table 3 Subjects with serum level of TNF- 
α > 3,645 pg/mL are 10,8 times more likely to 
develop NAFLD compared to those whose level of 
TNF- α � 3,645 pg/mL. As listed in table 3, TNF- 
α > 3,645 pg/mL is a risk factor for developing 
NAFLD (p < 0,001). On the other hand, TNF- α 

gene polymorphism was not proven to be risk 
factor of NAFLD. 
 
TNF-α and TNF-α gene polymorphism as 
risk factor of NASH 
Analysis for risk factor of NASH is listed on table 
4. Non NASH group consists of combination of 
subjects with suspected NASH, simple steatosis, 
central obesity (+) and central obesity (-).

 
Table 4 . Analysis for risk factor of  severity of  NAFLD 

Risk factor  

Group 
Prevalence ratio 
(95% confidence 

interval) 
p NASH 

n=29 
n (%) 

Non NASH 
n=126 
n (%) 

TNF- α (pg/mL)     

- > 9,41 18 (39,1%) 28 (60,9%) 3,9  (2,0 s/d 7,5) < 0,001* 

- α 9,41  11 (10,1%) 98 (89,9%)   

TNF- α -gene 238A/G 
Polymorphism 

  
  

   Present 3 (60,0%) 2 (40,0%) 3,5 (1,6 s/d 7,7) 0,020¥ 

   Absent 26 (17,3%) 124 (82,7%)   

TNF- α -gene 308A/G 
Polymorphism 

  
  

   Present 1 (25,0%) 3 (75,0%) 1,3 (0,2 s/d 7,6) 0,700¥ 

   Absent 28 (18,5%) 123 (81,5%)   

* α 2 test              n=75 healthy control by ultrasound, n=80 cases by liver biopsy (Nafld activity 
score)                  
¥ Fisher-exact test  

 
TNF- α -gene 238A/G polymorphism has prevalence ratio 3,5 (1,6 s/d 7,7) which means subjects having TNF- 
α -gene 238A/G polymorphism are 3,5 times more likely to develop NASH compared to those without TNF- 
α -gene 238A/G polymorphism. Based on 95% confidence interval, TNF- α -gene 238A/G polymorphism was 
concluded as risk factor of NASH. TNF- α -gene 308A/G polymorphism was not considered as risk factor of 
NASH based on the analysis despite the prevalence ratio (4, 9) 
 

DISCUSSION 
This study was first performed in Indonesia 

nonalcoholic fatty liver disease patients linked to 
the level TNF- α, severity and polymorphism 
gene. 

Tumor necrosis factor- α is well-known as major 
cytokine that plays important role in the 
occurance of liver damage, including fatty and 

inflammatory liver disease (steatohepatitis) (10, 11). 
Studies investigating about TNF- α gene 
polymorphism in NAFLD have been showing 
conflicting results. Several studies reporting the 
correlation of TNF- α polymorphism and 
susceptibility of NASH(11-14) yet there were also 
other studies not supporting the theory (8, 15). This 
study focused on 2 polymorphisms located in 
region -308 dan -238

TNF - α Gene Polymorphism as a Risk Factor for NASH in Indonesia 
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The findings in our  study were 
inconsistent  with previous  studies by 
Valenti et al (2002) and Murillo et al (2011) 
in a population of Mexican and Italian that 
reported gene polymorphism (9, 12, 13, 16). This 
study reported TNF-α -238 as risk factor of 
NASH /severity of NAFLD, whereas TNF-α 
gene polymorphism-308 was not a risk factor 
of NAFLD. In contrast to previous research 
results by Aller et al (2010) in Spanish 
population TNF-α gene polymorphism -308 
was found to be associated with 
histopathologic changes of the liver (13). 
Tokushige (2007) reported in the Japanese 
population polymorphism associated with 
TNF-α increased blood levels of TNF-α (8). 
Additionally Tokushige also reported TNF-α 
gene polymorphism positions -1031, -863 
instead of the -857, -308 and -238 associated 
with progression of NAFLD (incidence of 
NASH)12. The results of the meta-analysis by 
Wang et al (2012) in 7 case-control study 
TNF-α gene polymorphisms and 8 case-
control studies concluded; TNF-α gene 
polymorphism -238 was a risk factor NAFLD, 
whereas gene polymorphism TNF-α-308 was  
not a risk factors NAFLD (17). Murillo at al 
(2011) also reported gene polymorphism 
TNF-α -238 associated with the onset of 
sensitivity NASH (12). 

In accordance to the previous studies, we 
found that serum level of TNF-α is 
significantly higher in subjects with TNF-α 
gene -238 polymorphism compared to those 
without TNF-α gene -238 polymorphism. 
There was no difference in serum level of 
TNF-α between subjects with and without 
TNF-α gene -308 polymorphism. TNF-α gene 
-238 polymorphism is not only related to the 
increase of serum level of TNF-α, but also to 
the occurence of insulin resistance (8). TNF-α 
has been reported to cause trauma and 
apoptosis of liver tissue, play role in netrophil 
chemotactic, activation of stellate cells of the 
liver and related to insulin resistance locally 
in liver tissue or systemically (18). Crespo et 
all (2001) reported significant increase of 
TNF-α expression and receptors in liver and 
increase of TNF-α expression in adipose 
tissue in NAFLD patients with obesity (19).  

Ethnical variety determines the different 
roles of metabolic and sosio-demography risk 
factors in NASH (20), therefore further study 
involving different ethnicity is needed to 
confirm the pathogenesis. This study has 
shown that TNF-α polymorphism in 
Indonesian population (specifically 
Javanese-dominant) is different from 

Kaukasian population. It is suggested to 
conduct a larger study (multicenter) to prove 
that TNF-α gene -238 A/G polymorphism is a 
risk factor of severity of NAFLD (risk factor 
of incidence of NASH) considering the 
significantly high level of TNF-α was found in 
subjects with TNF-α gene -238 
polymorphism.  

This study also found one subject with 2 
(doubles) polymorphisms (haplotypes) that 
have the highest severity of NAFLD (NAS 
score = 7). In addition, it was also found in 
this study 1 subject with novel 
polymorphism, that is TNF- α - 245 T/C with 
clinical characteristics showing high level of 
insulin resistance and very low level of 
adiponectin (1401 ng/cc). Further study with 
a larger sample is suggested to explain better 
the consistency of the relationship. 

The limitation of this study were tools for 
determining the presence of fatty liver in case 
group and the healthy control were not the 
same, liver biopsies were performed only in 
the case group, while the healthy control 
group with ultrasonography, this potentially 
arising the measurement bias. 

 
ACKNOWLEDGEMENTS 

We express our deep acknowledge and 
appreciation to evaluate radiological 
examination and interpretation (Dr 
Mardiana), histopathology from liver biopsy 
(Dr Amarwati), cytokines examination (Dr 
Tjahyati and Farida), statistical analysis (Dr 
Hardian and Dr Suhartono), preparing and 
editing manuscript (Dr Karina). This study 
were supported particularly by National 
Institution Health Research and 
Development (Litbangkes) Ministry of 
Health Indonesia. 

 
REFERENCES 

1. Mark Benedict, Xuchen Zhang. Non-
alcoholic fatty liver disease: An expanded 
review. World Journal of Hepatology 
2017;9(16):715-32. 

2. Vernon G, Baranova A, Younossi ZM. 
Systematic review: the epidemiology and 
natural history of non-alcoholic fatty liver 
disease and non-alcoholic steatohepatitis 
in adults. Aliment Pharmacology and 
Therapeutics 2011;34:274-85. 

3. Hasan Irsan, Gani RA, Machmud R. 
Prevalence and risk factors for non-
alcoholic fatty liver in Indonesia. Journal 
of Gastroenterol and Hepatology. 
2002;38:420-7. 

H.D. Purnomo et al 



109 
 

 

4. Fargion S, Valenti L, Dongiovanni P, 
Scaccabarozzi A, Ludovica FA, Taioli 
E, et al. Tumor necrosis factor a promoter 
polymorphisms influence the phenotypic 
expression of hereditary 
hemochromatosis. Blood. 2001;97:3707-
12. 

5. Hussein YM, Ahmed NS, Gharib AF, 
Abdod EF, El Sawey SA. TNF-alpha 
genes polymorphisms as a marker in non-
alcoholic fatty liver disease patients in 
Sohag governorate. Wulfenia Journal. 
2014;21(11):139-54. 

6. Nahum Méndez S, Marco A, Daniel 
Zamora V, Uribe M. Current concepts in 
the pathogenesis of NAFLD. Liver 
International. 2007;27:423-33. 

7. Farrell GC, George J, Hall P, Mc 
Cullough AJ, editors. Fatty liver 
disease: nash and related disorders. 
Massachusetts: Blackwell Publishing Ltd; 
2005. 

8. Katsutoshi T, Mihoko T, Noriko TM, 
Makiko T, Etsuko H KS. Influence of 
TNF gene polymorphisms in Japanese 
patients with NASH and simple steatosis. 
Journal of hepatology. 2007;46:1104-10. 

9. Abiru S, Migita K, Maeda Y, al e. 
Serum cytokine and soluble cytokine 
receptor levels in patients with non-
alcoholic steatohepatitis. Liver 
International. 2006;26:39-45. 

10. Gabriela Paredes-Turrubiarte, 
Antonio González-Chávez, Ruy Pérez 
Tamayo, Beatriz Y. Salazar-Vázquez, 
Vito S. Hernández, Nayeli Garibay-
Nieto. Severity of non-alcoholic fatty liver 
disease is associated with high systemic 
levels of tumor necrosis factor alpha and 
low serum interleukin 10 in morbidly 
obese patients. Clinical and Experimental 
Medicine. 2016;2:193-202. 

11. Ioana Corina Bocsan, Mircea Vasile 
Milaciu, Raluca Maria Pop, Stefan 
Cristian Vesa, Lorena Ciumarnean, 
Daniela Maria Matei, et al. Cytokines 
Genotype-Phenotype Correlation in 
Nonalcoholic Steatohepatitis. Oxidative 
Medicine and Cellular Longevity. 
2017;2017:1-7. 

12. Karina Trujillo-Murillo FJB-P, Irma 
Calderón-Lozano, Sirelda Navar-
Vizcarra, Elvira Garza-González, 
Alberto Niderhauser-García, Juan P. 
Flores-Gutiérrez, et al. Martínez-
Rodríguez. Association of tumor necrosis 
factor   and manganese superoxide 
dismutase polymorphisms in patients 

with non-alcoholic steatohepatitis from 
Northeast Mexico. The Open Hepatology 
Journal. 2011:1-61. 

13. Valenti L, Fracanzani AL, 
Dongiovanni P, et al. Tumor necrosis 
factor alpha promoter polymorphisms and 
insulin resistance in nonalcoholic fatty 
liver disease. Gastroenterology 
2002;122:274-80. 

14. Valenti PD. Peroxisome proliferator-
activated receptor genetic polymorphisms 
and nonalcoholic fatty liver disease: any 
role in disease susceptibility? Hindawi 
Publishing Corporation, PPAR Research. 
2013:8. 

15. Hye Ran Yang JSK, Jeong Kee Seo. 
Role of tumor necrosis factor-α promoter 
polymorphism and insulin resistance in 
the development of non-alcoholic fatty 
liver disease in obese children. Pediatric 
Gastroenterology, Hepatology & 
Nutrition 2012:44-51. 

16. K Tomita, G Tamiya, S Ando, K 
Ohsumi, T Chiyo, A Mizutani, et al. 
Tumour necrosis factor alpha signalling 
through activation of Kupffer cells plays 
an essential role in liver fibrosis of non-
alcoholic steatohepatitis in mice. Gut. 
2006;55:415-24. 

17. Wang W, Lin S, Xiao Y, Huang Y, Tan 
Y, Cai Lea. Acceleration of diabetic 
wound healing with chitosan-crosslinked 
collagen sponge containing recombinant 
acidic fibroblast growth factor in healing-
impaired STZ diabetic rats. Life Science. 
2008;82:190–204. 

18. Wang JK, Feng ZW, Li YC, Li QY, Tao 
XY. Association of tumor necrosis factor-
alpha gene promoter polymorphism at 
sites -308 and -238 with non-alcoholic 
fatty liver disease: a meta-analysis. 
Journal of Gastroenterol and Hepatology. 
2012;27:670-6. 

19. Crespo J, Cayon A, Fernandez-Gil P, 
et al. Gene expression of tumor necrosis 
factor alpha and TNF-receptors, p55 and 
p75, in nonalcoholic steatohepatitis 
patients. Hepatology. 2001;34:1158-63. 

20. Kiran Bambha PB, Maria Abraham, B 
Tech, Laura A. Wilson, Mark Pabst, 
Linda Ferrell, Aynur Unalp-Arida, 
Nathan Bass, for the NASH CRN 
Research Group. Ethnicity and 
Nonalcoholic Fatty Liver Disease 
Hepatology. 2012;55:769–80. 

 

TNF - α Gene Polymorphism as a Risk Factor for NASH in Indonesia 


